Statistical Analysis and Quality Assessment of ChIP-seq Data with DROMPA.
Chromatin immunoprecipitation followed by sequencing (ChIP-seq) analysis can detect protein/DNA-binding and histone-modification sites across an entire genome. As there are various factors during sample preparation that affect the obtained results, multilateral quality assessments are essential. Here, we describe a step-by-step protocol using DROMPA, a program for user-friendly ChIP-seq pipelining. DROMPA can be used for quality assessment, data normalization, visualization, peak calling, and multiple statistical analyses.